were generated from the 64 x 64 matrix and much of the subsequent analysis was based on these plots (Fig. 1) specimens that contained less than 10,000 cells were considered inadequate and were discarded from the study (Fig. 3) Training consisted of choosing threshold values for r and q2 to be used in a decision tree (Fig. 4) . Plots of r and q2, single and together, were used to determine the thresholds. This was done for group A and the results used to predict for group B and vice versa.
As can be seen from Figure  4 , the values for the percent of cells in quadrant two and the correlation coefficient for both training sets were very similar. for the training and prediction sets (Table  II) . In analyzing clinical specimens by the decision tree logic (Fig. 4) , the first step was to determine if the specimen was adequate-10,000 or more cells. Adequate specimens were then analyzed for the presence of a squamous population. If a specimen did not contain a definable squamous population, the specimen was called positive. Figure  5a illustrates an example of a contour plot from a negative clinical specimen with a well-defined squamous population compared Figure  6h shown with a negative specimen (Fig.  6a ). The abnormal specimen was classified as positive because r was low. (Table  IV) . This finding will be more fully discussed in 
